of infestation and prevalence of dominant NBWR accessions registered both season-and farm-block mediated differences. Most accessions showed VMR >1 thus indicative of having a clump or clustered spatial distribution, as exemplified by Acc3, Acc4, Acc7, Acc8 and Acc12 in all farm blocks throughout three seasons. Some accessions have either random or uniform distribution in a few farm blocks. The Acc8 has the highest population counts based on important value index, followed by Acc12, and both were the most dominant accession while Sawah Sempadan was the worst farm block infested by NBWR compared to other farm blocks. These results were discussed in relation with the current agronomic and weed management practices, water availability and extension services in the granary.
INTRODUCTION
Weedy rice populations, growing as sympatrics with cultivated rice have been reported in many paddy areas in the world where the crop is directly seeded (Pandey and Velasco 2002; Vaughan and Morishima 2003; Azmi and Baki 2003; Baki 2006a , Shakirin 2009 ). Tang and Morishima (1996) reported that some weedy rice varieties found in Japan, Brazil, USA and upper Yangtze valley of China mimic the rice crop comprising primarily the indica-like type and at the same time they have low levels of seed dormancy and display heavy seed shattering. Weedy rice accessions or biotypes were highly polymorphic but display strong crop mimicry with the cultivated counterparts suggesting natural hybridization with rice (Noldin et al. 1999 (Chin et al. 2000; Watanabe et al. 2000; Baki 2006b ). Weedy rice, known otherwise as red rice in most temperate countries based on pigmentation of the pericarp (Ferrero 2003) . In the Americas, red rice is a common weed in most irrigated rice-growing areas, spreading primarily and harshly contaminates the rice seeds (Noldin 2000) . Vaughan et al. (2001) and Gealy et al. (2000) used DNA markers to demonstrated rice populations in America were actually a collection of indica-like red rice (O. sativa), japonica-like red rice (O. sativa), O. nivara, and O. rufipogon . These are in general concurring with classification based on morphological traits. In Uruguay, Federici et al. (2001) demonstrated that straw-hull awnless and black-hull awned red rice clustered into genetically distinct groups with the cultivated rice using amplified fragment-linked polymorphisms (AFLP). In Italy, Ferrero (2001) have engaged microsatellites markers to show that Mediterranean red rice was closely related to japonica rice; whereas the Brazilian red rice was most related to indica rice. In many world rice-production areas, domestic rice cultivation and the range of sexually compatible relatives can overlap (Gealy et al. 2003) .
Weedy and wild rices have a lot of accessions including those from various species, namely, O. sativa, O. spontanea, O. barthii, O. longistimata, O. granulata, O. officinalis, O. rufipogon syn. O. fatua, O. fatua var. longe-aristata, O. nivara, O. ridleyi, O. meyeriana, O. perennis, or O. punctata and O. minuta.
Since its first reported occurrence in Malaysia in
1987 by Wahab and Suhaimi (1991) , weedy rice has become a scourge in the rice industry, hence repre-senting one of the most serious threats in paddy field and rice production in Malaysia. With shorter maturation period vis-à-vis commercial rices and the manifestation of easy grain shattering weedy rice seem to be able to out-compete commercial rices.
Weedy rice populations are phenotypically variable in growth traits. Several morphological variants have been identified with respect to leaf colour, plant type and grain characteristics. Cluster analysis of random amplified polymorphic DNA (RAPD) bonding patterns revealed that weedy rice is genetically more similar to cultivated rice at the DNA level than wild rice (Gealy et al. (2000) . Azmi and Baki (2003) and Shakirin (2009) having at least a 10% infestation Baki 2006b ). These differences in weedy rice population translate parallel differences in impact on rice yields. Rice grain yield was reduced to 3.2 ton ha -1 in seriously infested fields where weedy rice occupied 35% of total rice plants (Azmi et al. 2000) . Azmi and Baki (2003) The spread of weedy rice became significant due to the shifting of rice culture from transplanting to direct seeding (Azmi et al. 2000) . In Malaysia and the neighbouring countries such as Thailand, Vietnam, Philippines and others, the practices of dry-seeding culture using seeds from previous season are thought to be the most important factors causing infestation of weedy rice in rice crop (Sadohara et al. 2000) . The cultural practices of direct-and volunteer seeding in 1980's is suspected to be the most plausible causes for the origin and spread of weedy rice in Malaysia (Azmi et al. 2005) . 
MATERIALS AND METHODS
A In this case, five identification keys have been used to identify NBWR in the field as shown in Table 1 . In the selected area for each farm block, transect Invariably, the NBWRs strongly mimic commercial rices standing as equals with MR84, MR219, MR220 and MR235. This is especially so in terms of plant height and flag leaf (Fig. 3C) . Figure 4 shows the farm block-and season-mediated differences population counts for each NBWR. Acc8 has the highest population count in all farm blocks of the PBLS granary for all seasons, while Acc9 and Acc11 displayed the lowest counts. Acc8 also registered the highest population counts in all farm blocks from Sawah Sempadan to Bagan Terap, and again Acc9 and Acc11 have the lowest prevalence.
RESULTS AND DISCUSSION

NBWR Entities and Seasonal Prevalence
Infestations of other accessions registered seasonmediated fluctuations throughout the farm blocks.
In Sawah Sempadan, most accessions showed a Leman recorded higher Ⅳ scores for Acc8. Other dominant accessions include Acc12, Acc4 and Acc7.
Again it was the Bagan Terap farm block recorded the heaviest infestation with Acc8, principally. or pattern (Young and Young 1998) . Table 3 importantly rice farmers should be trained to be able to recognize these NBWRs at the seedling stages to as to be able to control them, and these ability is augmented by well-programmed extension services in the area.
Spatial distribution patterns
